Seed dormancy is a vital trait for plants to adapt to varieties of habitats and phosphatase/Ser/Thr-specific phosphoprotein phosphatase 6), and then the inactive ABI5 is degraded by the 26S proteasome (Dai et al., 2013) . ABI5 can also be modified by S-nitrosylation and sumoylation, and is rapidly degraded, which is The MADS-box gene family in higher plant is a large family with more than 100 1 0 7
members (De Bodt et al., 2005) . These TFs are involved in almost every 1 0 8
developmental process in plants (Smaczniak et al., 2012) . However, their roles in seed 1 0 9
germination are largely unexplored. Only two MADS-box genes were found NaCl and mannitol, while the AGL21 knockout mutants showed the opposite germination, while ABA, auxin, JA, SA inhibit seed germination (Kucera et al., 2005 ;
Finkelstein et al., 2008; Wang et al., 2011; Liu et al., 2013; Shu et al., 2016) . All these pivots involved in hormone crosstalk (Shu et al., 2016) . Thus, the molecular links that salt stress, N and S deficiency (Fig. 3A) , which are known to affect seed germination.
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Therefore, we propose that AGL21 may serve as environmental surveillance for seed into pCB2004 vector (Lei et al., 2007) . The AGL21OX 1-6/abi5-7 double mutant was 4 2 4 generated by genetic cross of AGL21OX 1-6 and abi5-7 mutant. All plants were 4 2 5
grown at 22 under long-day condition (16-h light/8-h dark cycles).
2 6
Seed germination assays 4 2 7
Seeds were collected at the same time were used for germination assays. Harvested qRT-PCR assay 4 3 7
Total RNA of seedlings was extracted with Trizol reagent (Invitrogen) and RNAs 4 3 8 from dry seeds, imbibed seeds and germinating seeds were isolated using a 4 3 9
TRIzol-based two-step method as previously described (Meng and Feldman, 2010) .
Total RNA samples were pretreated with DNase I (RNase Free) and 1.5 2013). All primers used are listed in Supplemental Table S1 . Dry seeds were ground in liquid nitrogen and ABA contents were measured by the 4 4 7 ABA immunoassay kit as described (Yang et al., 2001) .
ChIP-qPCR assay 4 4 9
The ChIP assay was performed as reported previously (Cai et al., 2014) . experiment. DNA was purified using phenol/ chloroform (1:1, v/v) and precipitated.
5 3
The enrichments of DNA fragments was quantified by qPCR using specific primers 4 5 4 (Supplemental Table S1 ). Enriched values were normalized with the level of input 4 5 5
DNA. Corporation, USA). Anti-ABI5 antibody (Abiocode) at 1:1000 dilution was used for were detected using a CCD camera system (Image Quant LAS 4000) using Super
Signal West Femto Trial Kit (Thermo, USA).
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Statistical analysis 4 6 8 Statistically significant differences were computed based on the Student's t-tests. Figure S4. Expression levels of GA biosynthetic pathway genes. We thank Dr. Chuan-You Li (Institute of Genetics and Developmental Biology,
Chinese Academy of Sciences) for kindly providing abi5-7 mutant. We also thank the
ABRC for providing T-DNA insertion lines used in this study. 
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